
Subproject Part Name Sequence (5' --> 3') Template

xylB-Prefix (FW) AGAGGAATTCGCGGCCGCTTCTAGATGAGCAGCGCCATTTATCCG

xylB-Suffix (REV) CTCTCTGCAGCGGCCGCTACTAGTATTAACGCCAACCTGCATC

xylC-Prefix (FW) AGAGGAATTCGCGGCCGCTTCTAGATGACCGCACAGGTTACCTGC

xylC-Suffix (REV) CTCTCTGCAGCGGCCGCTACTAGTATTAAACCAGACGAACTTCATGC

yqhD-Prefix (FW) AGAGGAATTCGCGGCCGCTTCTAGATGAACAACTTTAATCTGC

yqhD-Suffix (REV) CTCTCTGCAGCGGCCGCTACTAGTATTAGCGGGCGGCTTCG

yagE-Prefix (FW) AGAGGAATTCGCGGCCGCTTCTAGATGCCGCAGTCCGCG

yagE-Suffix (REV) CTCTCTGCAGCGGCCGCTACTAGTATCAGCAAAGCTTGAGCTG

yjhG-Prefix (FW) AGAGGAATTCGCGGCCGCTTCTAGATGTCTGTTCGCAATA

yjhG-Suffix (REV) CTCTCTGCAGCGGCCGCTACTAGTATCAGTTTTTATTCATAAAATCGC

cadA-Prefix (FW) AGAGGAATTCGCGGCCGCTTCTAGATGACCAAACAGAGC

cadA-Suffix (REV) CTCTCTGCAGCGGCCGCTACTAGTATTAAACCAGCGGAC

cadA-RBS AGAGAGGAATTCGCGGCCGCTTCTAGAGAAAGAGGAGAAATACTAGATGACCAAACAGAGC

cadA-Suffix (REV) CTCTCTGCAGCGGCCGCTACTAGTATTAAACCAGCGGAC

GRE3-Prefix (FW) AGAGGAATTCGCGGCCGCTTCTAGATGAGCAGCCTGGTTACC

GRE3-Suffix (REV) CTCTCTGCAGCGGCCGCTACTAGTATTATGCAAAGGTCGG

GRE3-RBS AGAGAGGAATTCGCGGCCGCTTCTAGAGAAAGAGGAGAAATACTAGATGAGCAGCCTGGTTACC

GRE3-Suffix (REV) CTCTCTGCAGCGGCCGCTACTAGTATTATGCAAAGGTCGG

HisTag_GBD ATGCACCATCACCATCACCATAGATCTACCAAAGCAGATATTGG

Prefix_HisTag AGAGGAATTCGCGGCCGCTTCTAGATGCACCATCACCATCACC

VR ATTACCGCCTTTGAGTGAGC

VF2 TGCCACCTGACGTCTAAGAA

Sc-Si4-REV1 TGTGGATGAGGGCGATGGTGATGAGTCCCACCGCCGGATCCGCTGCCGCTCCC

Sc-Si4-REV2 CTCTCTCTGCAGCGGCCGCTACTAGTATTATTACATCGACGGATGTGGATGAGGGCGATGG

HisTag_GFP ATGCACCATCACCATCACCATCGTAAAGGAGAAGAACTT

Prefix_HisTag AGAGGAATTCGCGGCCGCTTCTAGATGCACCATCACCATCACC

VR ATTACCGCCTTTGAGTGAGC

VF2 TGCCACCTGACGTCTAAGAA

GFP_fus_rev TCCTCCTGATCCTCCTGATCCTCCTTTGTATAGTTCATCCATGCC

Si4_fus_fw GGAGGATCAGGAGGATCAGGAGGAGGCGGTGGGACTCATCACCATCG

VR ATTACCGCCTTTGAGTGAGC

VF2 TGCCACCTGACGTCTAAGAA

eYFP_fus_rev TCCTCCTGATCCTCCTGATCCTCCCTTGTACAGCTCGTCCATGCC

PDZlig_opt_rev CTCTCTGCAGCGGCCGCTACTAGTAAACCAGGCTTTCTTTAACACCTCCTCCTGATCCTCCTG

VF2 TGCCACCTGACGTCTAAGAA

eYFP_fus_rev TCCTCCTGATCCTCCTGATCCTCCCTTGTACAGCTCGTCCATGCC

SH3lig_opt_rev CTCTCTGCAGCGGCCGCTACTAGTATTAACGACGACGTTTCGGAGGCAGTGCAGGCGGAGGTCCTCCTGATCCTCC
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VF2 TGCCACCTGACGTCTAAGAA

eYFP_fus_rev TCCTCCTGATCCTCCTGATCCTCCCTTGTACAGCTCGTCCATGCC

GBDlig_opt_1_rev TTCATCACTGCTATGAATTGCACGGCTACGTTTCTGCATAACATGCATCAGTGCACCAACCAGTCCTCCTGATCCTCC

GBDlig_opt_2_rev CTCTCTGCAGCGGCCGCTACTAGTATTAATCCTCATCTTCATCACCGGCTTGATCTTCACCTTCATCACTGCTATG

xynA FW AGAGGAATTCGCGGCCGCTTCTAGATGTTTAAGTTTAAAAAG

xynA REV CTCTCTGCAGCGGCCGCTACTAGTATTACCACACTGTTACGTTAG

xynA_mutFW CCAGTAGTCTGTGCTAGCCGCAGAGGCGGTTGCCGAAAAC

xynA_mutREV TTCGGCAACCGCCTCTGCGGCTAGCACAGACTACTGGC

VF2 TGCCACCTGACGTCTAAGAA

xynA_fus_rev TCCTCCTGATCCTCCTGATCCTCCCCACACTGTTACGTTAGAAC

PDZlig_opt_rev CTCTCTGCAGCGGCCGCTACTAGTAAACCAGGCTTTCTTTAACACCTCCTCCTGATCCTCCTG

VF2 TGCCACCTGACGTCTAAGAA

aes_fus_rev GGTCCTCCTGATCCTCCTGATCCTCCAAGCTGAGCGGTAAAGAACTG

SH3lig_opt_rev CTCTCTGCAGCGGCCGCTACTAGTATTAACGACGACGTTTCGGAGGCAGTGCAGGCGGAGGTCCTCCTGATCCTCC

VF2 TGCCACCTGACGTCTAAGAA

RuXyn1_fus_rev TCCTCCTGATCCTCCTGATCCTCCCTCATCCATGCCTTCGATGG

GBDlig_opt_1_rev TTCATCACTGCTATGAATTGCACGGCTACGTTTCTGCATAACATGCATCAGTGCACCAACCAGTCCTCCTGATCCTCC

GBDlig_opt_2_rev CTCTCTGCAGCGGCCGCTACTAGTATTAATCCTCATCTTCATCACCGGCTTGATCTTCACCTTCATCACTGCTATG

HisTag-HIC ATGCACCATCACCATCACCAGCTGGGCGCAATCGAAAACGG

HIC_rev CTCTCTGCAGCGGCCGCTACTAGTATTATGCGCGGATGCGATCG

Prefix_HisTag AGAGGAATTCGCGGCCGCTTCTAGATGCACCATCACCATCACC

HisTag-HIC ATGCACCATCACCATCACCAGCTGGGCGCAATCGAAAACGG

HIC_rev CTCTCTGCAGCGGCCGCTACTAGTATTATGCGCGGATGCGATCG

HisTag-RBS AGAGAGGAATTCGCGGCCGCTTCTAGAGAAAGAGGAGAAATACTAGATGCACCATCACCATCACC

crR12mut1_for AGAGGAATTCGCGGCCGCTTCTAGAGTTGACGGCTAGCTCAGTCCTAG

crR12mut1_rev AGAGGTACTGCAGCGGCCGCTACTAGTATATAAACGCAGAAAGGCCCACCCGA

taR12mut1_for AGAGGAATTCGCGGCCGCTTCTAGAGACCCAAATCCAGGAGGTGATTG

taR12mut1_rev CTCTCTGCAGCGGCCGCTACTAGTATTCGGAGATATATGGTAGTAG

RR_for AGAGGAATTCGCGGCCGCTTCTAGAGTTGACGG

RR_rev CTCTCTGCAGCGGCCGCTACTAGTATATAAACGC

GFPsite_for AGAGGGATCCCGTAAAGGAGAAGAACTTTT

GFPsite_rev AGAGAAGCTTTTATTTGTATAGTTCATCCATGC

lacZsite_for AGAGGGATCCACCATGATTACGGATTCACTGGC

lacZsite_rev AGAGAAGCTTTTACTCCAGCCAGCTTTCCGG

VF2 TGCCACCTGACGTCTAAGAA

VR ATTACCGCCTTTGAGTGAGC
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